
 

 

  



Supplementary Figure 1: 

359 sequences positive for the pan-Chlamydiales qPCR were plotted according to the Best Blast identity with closest reference 16S rRNA gene. 

According to the cut-off currently used for the taxonomic Chlamydiales classification (2, 3), we could obtain an insight of the taxonomic classification 

of the Chlamydiales DNA at the species level (97%), at the genus level (95%) and at the family level (90%). Please note that when several samples 

exhibit the same percentage of identity with the closest 16S rRNA gene, they are all plotted as individual point on the same horizontal line. 
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